METHODOLOGY
Sequence alignment: Protein sequences were obtained from UniProt (http://www.uniprot.org) for dRobo (O44924), cRobo1 (F1NR30) and cRobo2 (A0A024B7I3). Amino acids corresponding to Ig1-5 (56-530, 29-502 and 29-506) and Ig1 (56-149, 29-125 and 29-125) for dRobo, cRobo1 and cRobo2, respectively were identified by entering UniProt IDs into the Prosite function in the ExPASy Bioinformatics Resource Portal (http://www.expasy.org/). Sequences were entered as pairs into the multiple sequence alignment programme PRALINE to generate alignments and calculate % identity (http://www.ibi.vu.nl/programs/PRALINEwww).
RESULTS

Table S1. 13 C NMR chemical shifts values (/ppm down field of TSP) of predominant repeating sequences in chemically-modified heparin derivatives.
A-1 to A-6 and I-1 to I-5 represent positions around the rings of glucosamine (aminosugar): denoted A, or iduronate: denoted I. For the shorthand notations of polysaccharides and disaccharide repeats (columns on left), 2S, 2OH, 6S, 6OH, NS and NAc represent: sulfate (S), hydroxyl (OH) and acetyl (Ac) substitutions at positions 2of iduronate, 6-of glucosamine or N-of glucosamine. Signals from the carbonyl group of iduronate and acetyl CH 3 groups of N-acetylated glucosamine derivatives are not shown. 13 C spectra were recorded using 150 mg of polysaccharides in D 2 O (0.8 mL) at 40 °C on a 400 MHz instrument and are in agreement with the assignments previously reported (1, 2) .
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